genes, mostly encoding hypothetical proteins, are specific to strains 103S, C7
T and ATCC 36 33707, respectively that returned no hits in the other R. equi genomes (Supplementary Table 1 ).
37
Some of these strain specific genes belonged to mobile genetic elements (integrase, transposase 38 and repeats) and only 10-13 genes are predicted to be involved in cellular activities
39
(Supplementary Table 1 ). Interestingly, strain ATCC 33707 possessed a set of phenylacetate
40
CoA ligase/oxygenase genes (PaaD, F-I, Z) that are absent in the genomes of strains 103S and
41

C7
T . These genes have been implicated in virulence in various pathogens (Law, et al., 2008; 42 Teufel, et al., 2010) . Strain ATCC 33707 was isolated from a human abscess and strains 103S 
47
The genes encoding PaaD and PaaZ have been identified on an horizontally acquired region by 48 the Alien Hunter (Vernikos & Parkhill, 2006 ) and a lack of these genes in equine isolates 49 suggest that paa operon was potentially acquired by strain ATCC 33707 which may be 50 associated with pathogenesis in human hosts. Alternatively, the paa operon may not be 51 essential for pathogenesis in foals and may have been lost in equine isolates through genome 52 reduction. Clearly, a wider analysis of a larger collection of R. equi isolates from humans and 53 foals should be performed to confirm this finding.
54
Strain 103S shares 42 genes with strain C7 T that are absent from the genome of strain ATCC 55 33707 and 48 genes with strain ATCC 33707 that are absent from the genome of strain C7
T .
56
Most of these genes encode hypothetical proteins and only 6-12 of these are potentially 57 involved in cellular activities, including nucleotide/nucleoside (especially RNA) metabolism,
58
carbohydrates and sulphur metabolism, and respiration (Supplementary other (Vazquez-Boland, et al., 2013) .
73
Single nucleotide polymorphisms (SNPs) were extracted from the genomic alignment of all 74 three strains using Mauve (Darling, et al., 2004) and were annotated using 103S as the 75 reference genome by TRAMS (Reumerman, et al., 2013) (Lowder, et al., 2009; Resch, et al., 2013) Table 1 ). Some of the imported genes may be involved in virulence in particular hosts, but their 124 functions remain to be characterized as most of them encode hypothetical proteins.
125
The virulence plasmid, which is essential for virulence in R. equi (Takai, et al., 2000; Letek, 126 et al., 2008; Vazquez-Boland, et al., 2013) , is missing from strains C7 T and ATCC 33707, Corynebacterium diphtheriae NCTC 03529 (Sangal, et al., 2012b) as the outgroup
136
(Accession numbers NC_012490, CP000431, NC_018681 and AJGI00000000, respectively).
137
All of the R. equi strains grouped closely together but distantly to the other rhodococci and N.
138 brasiliensis (Fig. 2) , which supports our recent proposal of reclassifying R. equi into a 139 separate genus as "Prescottella equi" (Jones, et al., 2013b; Jones, et al., 2013c 
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Rhodococcus jostii RHA1
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